SI Methods
Cloning of full length pobR and each domain for over-expression in S. coelicolor
The pobR gene (SCO3084; PobRFL, residues 1-524) was sub-cloned from plasmid pJS883 with NdeI and HindIII and ligated into vector pIJ10257 pre-treated with the same enzymes to yield pJS917. pIJ10257 (2) is a site-specific integrating vector that insert into the ΦBT1 attB site of S. coelicolor (SCO4848) (3) . Gene that is cloned into NdeI-HindIII site is under control of strong constitutive promoter ermEp* (4). pJS917 was then transformed into ET12567/pUZ8002 and introduced into S. coelicolor pobR null strain B1656 (yielding strain B1665) via conjugation, as previously described (5) . Exconjugants were selected by hygromycin resistance. The same strategy was used to construct S. coelicolor strains B1667 and B1668. Confirmation of gene over-expression was accomplished through RT-PCR analysis of pobA (SCO3084).Vector pIJ10257 was also introduced into S. coelicolor B1656 separately to yield B1669 strain as the negative control.
Small angle x-ray scattering
Apo-PobR was purified using SEC (Superdex 75 26/60, GE Healthcare; 20 mM Tris pH 7.8, 300 mM NaCl, 0.5 mM TCEP). The PobR:PHB complex was purified similarly except in a buffer containing 10% glycerol. All data were collected on a Rigaku BioSAXS-1000 equipped with a Dectris Pilatus 100K detector. Buffer scattering curves were subtracted from sample scattering curves using the Rigaku SAXSLab Software. SAXS data were recorded on samples concentrated to 2, 3 and 5 mg/ml. Guinier approximation, I(q) = I(0)exp(-q 2 Rg 2 /3), was performed on two or more independent scattering trials and averaged to determine the radius of gyration (Rg). The linearity of the Guinier region and the forward scattering intensity, I(0), which is proportional to the molecular weight of the sample, were used to confirm that all samples were monodisperse in solution. Primusqt was used to determine the pair-distribution function and P(r) (6) . Table S1 . Summary of regulatory proteins of aromatic catabolic pathways in bacteria (7) (8) (9) Family Number of identified proteins h, 1 h and 1.5 h four time points, the reaction was quenched by heating at 100℃ for 5 min. 1.5 mM FeCl3 and 50 g/mL p-toluidine were then added to the reaction supernatant followed by 5 min incubation at 30℃. Appearance of a purple color indicated the formation of PCA (14) . PCA formation was also detected by electrospray ionization mass spectrometry (ESI-MS) (data not shown). 
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